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[1 PF-0066-2DIVSCAH-2 

□ gi|l363129|pir| |D48909 



CLUSTAL W (1.7) Multiple Sequence Alignments 



Sequence format is Pearson 
Sequence 1: PF-0066-2DIVSCAH-2 
Sequence 2: gi | 1363129 | pir | | D48909 
Start of Pairwise alignments 
Aligning. . . 

Sequences (1:2) Aligned. Score: 8 
Start of Multiple Alignment 
There are 1 groups 
Aligning. . . 

Group 1 : Delayed 
Sequence:! Score :0 

Sequence: 2 Score: 744 

Alignment Score -27 

CLUSTAL-Alignment file created [baa08rUyK . aln] 
CLUSTAL W (1.7) multiple sequence alignment 



123 aa * ^ Q 

161 aa WCtlo'e ^ &fcr$ 



PF-0066-2DIVSCAH-2 
gi|l363129|pir| |D48909 



MKAVLLALLMAGLALQPGTALLCYSCKAQVSNED 

VGVRHSLKYPAIMTERKAAAILALLWAVALWSVGPLLGWKEPVPPDERF 
*.***** . **. 



PF-0066-2DIVSCAH-2 
gi|l363129|pir| |D48909 



CLQVENCTQLGEQCWTARIRAVGLLTVISKGCSLNCVDDSQDYYVGKKN- 
CGITEEVGYAIFSSVCSFYLPMAVIWMYCRVYWARSTTRSLEAGIKRE 



PF-0066-2DIVSCAH-2 
gi|l363129 |pir| |D48909 



ITCCDTDLCNX SGAHALQPAAAI LALL PALGLL 

PGKASEWLRIHCRGAATSAKGNPGTQSSKGHTLRSSLSVRLLKFSREKK 



* * . * . 



PF-0066-2DIVSCAH-2 
gi|l363129|pir| |D48909 



LWGPGQL 

AAKTLAI WGV 
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|1 PF-0066-2DIVSCAH-2 
M gi|478299|pir | | JN0831 



CLUSTAL W (1.7) Multiple Sequence Alignments 



Sequence format is Pearson 

Sequence 1: PF-0066-2DIVSCAH-2 123 aa S£<3 IV M ^ 

Sequence 2: gi 1 478299 | pir | | JN0831 267 aa Uj rc ^ y ^ A / V," *W &\« R 

Start of Pairwise alignments 
Aligning. . . 

Sequences (1:2) Aligned. Score: 13 
Start of Multiple Alignment 
There are 1 groups 
Aligning. . . 

Group 1: Delayed 
Sequence :1 Score :0 

Sequence: 2 Score: 747 

Alignment Score -2 

CLUSTAL -Alignment file created [baaOf hJdp .aln] 
CLUSTAL W (1.7) multiple sequence alignment 



PF-0066-2DIVSCAH-2 
gi|478299|pir| | JN0831 



PF-0066-2DIVSCAH-2 
gi|478299|pir| | JN0831 



PF-0066-2DIVSCAH-2 
gi|478299|pir| | JN0831 



PF-0066-2DIVSCAH-2 
gi|478299|pir| | JN0831 



PF-0066-2DIVSCAH-2 
gi|478299|pir| | JN0831 



MKAVLLALLMAGLALQPGTALLCYSCKAQVSNE 

MSSLLLLTNALQPSTEVLPALGLLLHNVRVAPAEGPALVDTPGADVILVD 

.* **★. 

DCLQVENCTQLG EQCWTARIRAVGLLTVI SKGCSLNCVDDSQD 

GRRDLPQIRSLCQLLRSTGLSCPLVLIVTEGGLAAVTADWGIDDVLLDTA 
* ** . * .*:**:.::..::* 

YYVGKKNITCCDTDLCNXSGAHALQPAAAILALLPALGLL 

GPAEVEARLRLATGRQQLGGDDS PME I RNGDL SVDEATY SAKLKGRVLDL 
.*:::: * : : . * :::*: * : * 

LWGPGQL 

TFKEFELLKYLAQHPGRVFTRAQLLQEVWGYDYFGGTRTVDVHVRRLRAK 

LGPEHESLIGTVRNVGYRFVTPEKPEKGEKSDKSEKAERAEKAERAETPG 



PF-0066-2DIVSCAH-2 



http://patents.incyte.com:8000/cgi-bin/SeqServer/ 
SeqServer 
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EPF-0066-2DIVSCAH-2 
gi | 730069 | sp |.Q08326 |MSS4_RAT 



CLUSTAL W (1.7) Multiple Sequence Alignments 



Sequence format is Pearson 

Sequence 1: PF-0066-2DIVSCAH-2 123 aa ^ * Q ^ 

Sequence 2: gi | 730069 | sp | Q08326 | MSS4_RAT 123 aa G>ur\o« f>S*H 

Start of Pairwise alignments 

Aligning. . . 

Sequences (1:2) Aligned. Score: 5 
Start of Multiple Alignment 
There are 1 groups 
Aligning . . . 

Group 1 : Delayed 
Sequence :1 Score :0 

Sequence: 2 Score: 715 

Alignment Score 23 

CLUSTAL-Alignment file created [baaOL20jI .aln] 
CLUSTAL W (1.7) multiple sequence alignment 



PF-0066-2 DIVSCAH - 2 MKAVLLALLMAGLALQ PGTALLC YSCKAQVSNEDCLQVENCTQLGEQCWT 

gi | 730069 | sp | Q08326 | MSS4_RAT ME PC ELQNEL VS AEGRNRKAVLC QRCG S R V LQPGTALFSRRQLFL 

* . ^ . *.** * * *. 

PF-0066-2DIVSCAH-2 ARIRAVGLLTVI S - -KGCSLNCVDDSQDYYVGK KNITCC 

gi | 730069 | sp | Q0832 6 |MSS4_RAT PSMRKKPDLVDGSNPDGDVLEEHWLVNDMFIFENVGFTKDVGNVKFLVCA 

:* ' * . * .* *: **:*: *:.* 

PF-0066-2 DIVSCAH - 2 DTDLCNXSGAHALQPAAAI LALLPALGLLLWGPGQL 

gi | 730069 | sp | Q08326 | MSS4_RAT DCEIGP-IGWHCLDDKNSFYVALERVSHE 

* . . * * * . . . * 
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HPF-0066-2DIVSCAH-2 
gi | 530797 | gb | AAA20877 . 1 | 



CLUSTAL W (1.7) Multiple Sequence Alignments 



Sequence format is Pearson 

Sequence 1: PF-0066-2DIVSCAH-2 123 aa SG ® N ° |JD 'R 

Sequence 2: gi | 530797 | gb | AAA20877 . 1 1 88 aa G> ?r W * \ 4 gUrl . Ly$ A 

Start of Pairwise alignments 

Aligning. . . 

Sequences (1:2) Aligned. Score: 13 
Start of Multiple Alignment 
There are 1 groups 
Aligning. . . 

Group 1 : Delayed 
Sequence :1 Score :0 

Sequence: 2 Score: 538 

Alignment Score 12 

CLUSTAL-Alignment file created [baa9Wed .aln] 

CLUSTAL w (1.7) multiple sequence alignment 



PF-0066-2DIVSCAH-2 MKAVL LALLMAG LALQPGTALLCYSCKAQVSNEDCLQVENCTQLGE 

gi | 530797 | gb | AAA20877 . 1 | MNQINWKLRLKSKAFWLALLPALFLLIQAIGASFG YKWNFVILNQ 



* * * * * * 



PF- 0 0 6 6 - 2DI VSCAH- 2 QCWTARI RAVGLLTVI SKGCSLNCVDDSQDYYVGKKN- ITCCDTDLCNXS 
gi | 530797 | gb | AAA20877 . 1 1 QLAAWNAAFALLAIV--G WADPTTSGLGDSDRVLNKDKSEENK- 



***... * * * . * 



PF - 0 0 6 6 - 2 DI VSCAH- 2 GAHALQ PAAAI LALLPALGLLLWGPGQL 
gi | 530797 | gb | AAA20877 . 1 | 
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